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In this article, the data in Figure 3 were unfortunately misaligned. The figure now appears correctly in the online article and
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FIGURE 3 PIPSA ESIs displayed as a dendrogram. The electrostatic potentials of all 32 truncated human b-defensins were compared with each other using
Hodgkin ESIs. Each peptide’s net charge is shown next to its identifier. The location of HBD3 in the cluster analysis is highlighted in gray. The peptides
grouped into four distinct clusters, as marked above, according to complete cluster analysis using the R program. Peptides selected for synthesis and func-
tional testing are highlighted in bold.http://dx.doi.org/10.1016/j.bpj.2015.11.005
